Figure S3: Systematic underestimation of PAM divergence for the AMP with 12 rate categories. The x-axis shows inferred PAM distance for data simulated with the simple AMP with no rate heterogeneity across sequence sites, and the y-axis shows inferred PAM distance for data simulated with the same numbers of codon changes using the AMP with 12 rate categories. These distances are referred to as t k in the section 'Simulation methods' in the main text. Points on the line are labelled with the corresponding simulation times t * k , measured in codon changes per codon site. Notice how the inferred PAM distances for the AMP with 12 rate categories fall increasingly far below the thin black line y = x, indicating increasingly strong underestimation of amino acid sequence divergence level.
Supplemetal data Substitution model used for the simulations
The parameter values of the codon model M0 (see Yang et al. 2 and eq. (3) in this article) were chosen typical for protein-coding cDNA: \omega_M = 0.2 \kappa = 2.5
